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<120>

PFIZER INC.

USES THEREOF

<130>

<140>
<1l41>

<160> 10

<170>

<210> 1

<211> 5949
<212> DNA
<213>

<400> 1

ccggaattcc
ccggccagceca
gctcgctggg
tccggectcecet
gagcgcagac
cgggcgccgg
gagggcagga
tgtatcctgg
agacgccgcg
gaccctgagce
tcccacgaac
gcctgcecctte
tgcctteggce
gttcactgtc
ggaagcggaa
ggccgtcatc
ttttattgaa
ccacatcatt
tgacacctca
atggggagaa
agaggcattt
aaggacaaaa
cagaatggtt
tgtagcctct
cttaattgtg
attaaaaaac

PatentIn Ver.

PC10850A

Human

cgggtcgacce
cagggcgccc
cattatgcgg
cctgcggeccc
gggaccctcg
gctccgegeg
gggagggggg
gccacactgc
gcggecegtge
gaatacgaaa
gtccacttca
gcctcctect
cagcagtttc
accctccteg
ctcaagcact
agcctctget
ccactacagt
tataggcgca
gaacacaaaa
aggattaacc
tctgcttatg
cgttttttat
tcataccatg
atctataaag
attcataatg
ttttgccagt

2.

SEQUENCE LISTING

1

cacgcgtcecg
ggcgcgcectce
ccaagcagcc
gagcggctca
cagcgagacc
ctcteccacgg
tgggggcage
taacgctcct
gcaaggacag
tcgtgtctcece
aaagaacgcg
cttcctecte
tatttaatct
ggacgcccgg
gtttctacaa
caggaatgct
ctatggatga
gcgcecceccea
ataggcacag
tggctggtga
gtaataagac
cctatccacg
gagaaaacct
acccaagtat
aacaggatgg
ggcagcattc

gccccccatt
ggagcgcaag
gagccccagt
gctctcggca
tcagcgactc
ccgctgectce
ggagggaggyg
ggtgcgggac
gctgcacccg
catccgagtg
acggagcatt
tacctcctcece
caccgccaat
ggtgaatcag
aggctatgtc
gggcacattc
acaagaagat
gagagagccc
taaagacaag
cgtagcagca
ggacaacaca
gtttgtagaa
tcaacactat
tggaaattta
gccttccata
gaagaacagt

caagaagccg
ttcctegect
cctcctecte
ggcggcggeg
ctaaagtcaa
gcgtcgceccge
gtgggaagca
ctggccgaga
aggcaagtga
aacgctctcg
aactctgcca
caggcgcatt
gccggattta
accaagtttt
aataccaact
cggtctcatg
gaagaggaac
tcaacaggaa
aagaaaacca
ttaaacagcg
agagaaaaga
gtcttggtgg
attttaactt
attaatattg
tcttttaatg
ccaggtggaa

ADAMTS POLYPEPTIDES, NUCLEIC ACIDS ENCODING THEM, AND
{

ctcagctatc
tctectgeee
ctecctgcectcec
ttgctcagcec
aagttggcgg
cgcagccaag
ccatgcagtt

tggggagccece
aattattaga

gagaaccctt_

ctgacccctg
accgcctcte
tcgcteccact
attccgaaga
ccgagcacac
atggggatta
aaaacaaacc
ggcatgcatg
gagcaagaaa
gcttagcaac
ggacccacag
tggcagacaa
taatgtcaat
ttattgtgaa
ctcagacaac
tccatcatga

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560






ctgtgctgge
aaacgactgt
tcctecagtgg
aacaagactg
aattcttgat
tgcatggagt
acgaaatgtt
cctggctaag
tggcgcttgg
ctgtcagatc
ggagtcggaa
atggcaagaa
ggatgacaac
ccgtgaaagc
ggtaccgtcc
gatgagtgga
actgtgaact
gcaaagcggg
tcaccttgat
atgctgtgag
acaaggagag
tttcactcca
agagaggcta
atttttggtt
gtgcctgttt

ggatcccagce
gtggagagaa
gcttatggca
gtggtctgtc
aaacctcccecg
actggccctt
tactgcatgg
ccacatgggc
agtcagtgct
ggaacacaca
cgcgactgcc
tgcaccaaga
aaaaacgadgg
tgtagtttge
tgggaactgt
gggatgagtg
gtgtgttttc
agagatgtaa
gtcctattgg
gtgcctgaag
atggcaactg
gctgtggcca
aaaatctgga
ttaaaacatt
aacaaacagc

ggcgtgttgt
taaaacctga
actggggaga
agcggtccaa
atcgtgagca
ggagctcgtg
caaaagatgg
acagaaagtg
ctgtgtcctg
aaatagccag
aaggcccacg
cctgcggcga
tgcatggggce
aaccctgcga
aaccatcgtc
caggaatgtg
tgacaagtcc
gagatggtcet
cataaagaag
acagttaagt
tgacaaacta
tgcagaaatg
ctagtatgtg
gtaaggggca
ttcagaggaa

tgtatgtcag
tgagcaaaga
gtgcactaag
cggtgaacgg
gtgtaacaca
ttctgtctct
aagccattta
ccgaggagga
tggccgaggce
agagaccgag
gtgtcccctc
aggctccagg
acgctgtgac
gtatgtctgg
agctcagcca
ggagacttga
tcagctttcc
ctaagtccct
aaattattac
ataagaaaat
gcacatgctg
tggtctagcg
agatttccta
aacaaacccc
gaaaataatt

gatgaaaatg
gcctgtgaat
ctgtgtggtg
tttccagatt
catgcttgtc
tgtggtcgag
gaaagtgatt
agatgcccca
gtacagcaga
tgcaacccat
tacacttgga
taccgcaagg
gtgagcaagc
atcacaggag
tggcctgaga
ggctacccgce
caagctagaa
tcaggtctac
aggggctgca
attgtagtgce
tgtgaaggga
ttaccagacc
acttgaaaat
tttcatgaac
ttctataata

gatacaccge
ccggcceccttg
gaggcataag
tgagctgtga
cacacgacgc
ggcataaaca
actgtaagca
aatggaaagc
ggcatgtggg
acaccagacc
gggcagagga
tggtgtgtgt
ggccggtgga
aatggtcaga
gtggcagagg
ccgatttgcc
ttccttgtat
attctgtgat
aactcatagg
cagggataca
gcagaatctc
tgatttttca
gggggctgaa
cagatgtgtt
tccgaagtat

4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160
5220
5280
5340
5400
5460
5520
5580
5640
5700
5760
5820
5880
5940
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<210> 2
<211> 1629
<212> PRT
<213> Human
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<400> 2

Met Gln Leu Thr Leu Leu Val

10

Phe Val Ser Trp Ala Thr Leu Arg Asp

15

Ala Ala Ala Val

25

Ala Glu Met Ala

20

Leu Gly Ser Pro Arg

30

Asp Lys Asp

Gln Glu Thr Leu Ser Glu

45

His Pro Val Leu Leu

35

Arg Leu Arg Lys Tyr

40

Glu Ile Val Ile Val Asn Ala Leu Glu Pro Phe Pro

50

Ser Pro Gly

60

Arg
55

Thr
80

Thr Ile Ser Ala

65

Phe Thr Ser Asn

75

Asn Val His Lys

70

Arg Arg Arg



Asp Pro Trp Pro Ala Phe Ala Ser Ser Ser Ser Ser Ser Thr Ser Ser
85 90 95

Gln Ala His Tyr Arg Leu Ser Ala Phe Gly Gln Gln Phe Leu Phe Asn
100 105 110

Leu Thr Ala Asn Ala Gly Phe Ile Ala Pro Leu Phe Thr Val Thr Leu
115 120 125

Leu Gly Thr Pro Gly Val Asn Gln Thr Lys Phe Tyr Ser Glu Glu Glu
130 135 140

Ala Glu Leu Lys His Cys Phe Tyr Lys Gly Tyr Val Asn Thr Asn Ser
145 150 155 : 160

Glu His Thr Ala Val Ile Ser Leu Cys Ser Gly Met Leu Gly Thr Phe
165 170 175

Arg Ser His Asp Gly Asp Tyr Phe Ile Glu Pro Leu Gln Ser Met Asp
180 185 190
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Glu Gln Glu Asp Glu Glu Glu Gln Asn Lys Pro His Ile Ile Tyr Arg
195 200 205

Arg Ser Ala Pro Gln Arg Glu Pro Ser Thr Gly Arg His Ala Cys Asp
210 215 220

Thr Ser Glu His Lys Asn Arg His Ser Lys Asp Lys Lys Lys Thr Arg
225 230 235 240

Ala Arg Lys Trp Gly Glu Arg Ile Asn Leu Ala Gly Asp Val Ala Ala
245 250 255

Leu Asn Ser Gly Leu Ala Thr Glu Ala Phe Ser Ala Tyr Gly Asn Lys
260 265 270

Thr Asp Asn Thr Arg Glu Lys Arg Thr His Arg Arg Thr Lys Arg Phe
275 280 285

Leu Ser Tyr Pro Arg Phe Val Glu Val Leu Val Val Ala Asp Asn Arg
290 295 300

Met Val Ser Tyr His Gly Glu Asn Leu Gln His Tyr Ile Leu Thr Leu
305 310 315 320

Met Ser Ile Val Ala Ser Ile Tyr Lys Asp Pro Ser Ile Gly Asn Leu
325 330 335



Ile
Gly
Gln
Ala
385
Asp
Ser
Ala
Lys
Thr
465
Lys
Asn
Ile
Ser
Asn
545
Ala

Cys

Asn

Pro

Trp

370

Val

Thr

Cys

His

Cys

450

Leu

Tyr

Glu

Leu

Gln

530

Val

Asp

vVal

Ile

Ser

355

Gln

Leu

Leu

Ser

Glu

435

Lys

Asn

Ile

Pro

Tyr

515

Val

Asn

Gly

Pro

vVal

340

Ile

His

Leu

Gly

Ile

420

Leu

Glu

Phe

Thr

Glu

500

Asn

Cys

Gly

Thr

Lys
580

Ile

Ser

Ser

Thr

Leu

405

Ser

Gly

Glu

Tyr

Glu

485

Ser

Val

Pro

Val

Glu

565

Glu

Val

Phe

Lys

Arg

390

Ala

Glu

His

Gly

Thr

470

Phe

Arg

Asn

Tyr

His

550

Cys

Met

Asn

Asn

Asn

375

Gln

Glu

Asp

Val

Val

455

Asn

Leu

Pro

Lys

Met

535

Lys

Glu

Asp

Leu

Ala

360

Ser

Asp

Leu

Ser

Phe

440

Lys

Pro

Asp

Tyr

Gln

520

Met

Gly

Pro

Val

Ile

345

Gln

Pro

Ile

Gly

Gly

425

Asn

Ser

Trp

Thr

Pro

505

Cys

Gln

Cys

Gly

Pro
585

Val

Thr

Gly

Cys

Thr

410

Leu

Met

Pro

Met

Gly

490

Leu

Glu

Cys

Arg

Lys

570

vVal

Ile

Thr

Gly

Arg

395

Ile

Ser

Pro

Gln

Trp

475

Tyr

Pro

Leu

Arg

Thr

555

His

Thr

His

Leu

Ile

380

Ala

Cys

Thr

His

His

460

Ser

Gly

val

Ile

Arg

540

Gln

Cys

Asp

Asn

Lys

365

His

His

Asp

Ala

Asp

445

Val

Lys

Glu

Gln

Phe

525

Leu

His

Lys

Gly

Glu

350

Asn

His

Asp

Pro

Phe

430

Asp

Met

Cys

Cys

Leu

510

Gly

Trp

Thr

Tyr

Ser
590

Gln

Phe

Asp

Lys

Tyr

415

Thr

Asn

Ala

Ser

Leu

495

Pro

Pro

Cys

Pro

Gly

575

Trp

Asp

Cys

Thr

Cys

400

Arg

Ile

Asn

Pro

Arg

480

Leu

Gly

Gly

Asn

Trp

560

Phe

Gly



Ser Trp Ser Pro Phe Gly Thr Cys Ser Arg Thr Cys Gly Gly Gly Ile
595 600 605

Lys Thr Ala Ile Arg Glu Cys Asn Arg Pro Glu Pro Lys Asn Gly Gly
610 615 620

Lys Tyr Cys Val Gly Arg Arg Met Lys Phe Lys Ser Cys Asn Thr Glu
625 630 635 640

Pro Cys Leu Lys Gln Lys Arg Asp Phe Arg Asp Glu Gln Cys Ala His
645 650 655

Phe Asp Gly Lys His Phe Asn Ile Asn Gly Leu Leu Pro Asn Val Arg
660 665 670

Trp Val Pro Lys Tyr Ser Gly Ile Leu Met Lys Asp Arg Cys Lys Leu
675 : 680 685

W
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Phe Cys Arg Val Ala Gly Asn Thr Ala Tyr Tyr Gln Leu Arg Asp Arg
690 695 700

:_‘:
8,

Val Tle Asp Gly Thr Pro Cys Gly Gln Asp Thr Asn Asp Ile Cys Val
705 710 715 720

Gln Gly Leu Cys Arg Gln Ala Gly Cys Asp His Val Leu Asn Ser Lys
725 730 735

Ala Arg Arg Asp Lys Cys Gly Val Cys Gly Gly Asp Asn Ser Ser Cys
740 745 750

Lys Thr Val Ala Gly Thr Phe Asn Thr Val His Tyr Gly Tyr Asn Thr
755 760 765

Val Val Arg Ile Pro Ala Gly Ala Thr Asn Ile Asp Val Arg Gln His
770 775 780

Ser Phe Ser Gly Glu Thr Asp Asp Asp Asn Tyr Leu Ala Leu Ser Ser
785 790 795 800

Ser Lys Gly Glu Phe Leu Leu Asn Gly Asn Phe Val Val Thr Met Ala
805 810 815

Lys Arg Glu Ile Arg Ile Gly Asn Ala Val Val Glu Tyr Ser Gly Ser
820 825 830

Glu Thr Ala Val Glu Arg Ile Asn Ser Thr Asp Arg Ile Glu Gln Glu
835 840 845



Leu Leu Leu Gln Val Leu Ser Val Gly Lys Leu Tyr Asn Pro Asp Val
850 855 860

Arg Tyr Ser Phe Asn Ile Pro Ile Glu Asp Lys Pro Gln Gln Phe Tyr
865 870 875 880

Trp Asn Ser His Gly Pro Trp Gln Ala Cys Ser Lys Pro Cys Gln Gly
885 890 895

Glu Arg Lys Arg Lys Leu Val Cys Thr Arg Glu Ser Asp Gln Leu Thr
200 905 910

Val Ser Asp Gln Arg Cys Asp Arg Leu Pro Gln Pro Gly His Ile Thr
915 920 925

Glu Pro Cys Gly Thr Asp Cys Asp Leu Arg Trp His Val Ala Ser Arg
930 935 940

éf Ser Glu Cys Ser Ala Gln Cys Gly Leu Gly Tyr Arg Thr Leu Asp Ile
; 945 950 955 960

Tyr Cys Ala Lys Tyr Ser Arg Leu Asp Gly Lys Thr Glu Lys Val Asp
965 970 975

Asp Gly Phe Cys Ser Ser His Pro Lys Pro Ser Asn Arg Glu Lys Cys
980 985 990

Ser Gly Glu Cys Asn Thr Gly Gly Trp Arg Tyr Ser Ala Trp Thr Glu
995 1000 1005

Cys Ser Lys Ser Cys Asp Gly Gly Thr Gln Arg Arg Arg Ala Ile Cys
1010 1015 1020

Val Asn Thr Arg Asn Asp Val Leu Asp Asp Ser Lys Cys Thr His Gln
1025 1030 1035 1040

Glu Lys Val Thr Ile Gln Arg Cys Ser Glu Phe Pro Cys Pro Gln Trp
1045 1050 1055

Lys Ser Gly Asp Trp Ser Glu Cys Leu Val Thr Cys Gly Lys Gly His
1060 1065 1070

Lys His Arg Gln Val Trp Cys Gln Phe Gly Glu Asp Arg Leu Asn Asp
1075 1080 1085

Arg Met Cys Asp Pro Glu Thr Lys Pro Thr Ser Met Gln Thr Cys Gln
1090 1095 1100



Gln Pro Glu Cys Ala Ser Trp Gln Ala Gly Pro Trp Gly Gln Cys Ser

1105 1110 1115 1120

Val Thr Cys Gly Gln Gly Tyr Gln Leu Arg Ala Val Lys Cys Ile Ile
1125 1130 1135

Gly Thr Tyr Met Ser Val Val Asp Asp Asn Asp Cys Asn Ala Ala Thr
1140 1145 1150

Arg Pro Thr Asp Thr Gln Asp Cys Glu Leu Pro Ser Cys His Pro Pro
1155 1160 1165

Pro Ala Ala Pro Glu Thr Arg Arg Ser Thr Tyr Ser Ala Pro Arg Thr
1170 1175 1180

Gln Trp Arg Phe Gly Ser Trp Thr Pro Cys Ser Ala Thr Cys Gly Lys
1185 1190 1195 1200

Gly Thr Arg Met Arg Tyr Val Ser Cys Arg Asp Glu Asn Gly Ser Val
1205 1210 1215

Ala Asp Glu Ser Ala Cys Ala Thr Leu Pro Arg Pro Val Ala Lys Glu
1220 1225 1230

Glu Cys Ser Val Thr Pro Cys Gly Gln Trp Lys Ala Leu Asp Trp Ser
1235 1240 1245

Ser Cys Ser Val Thr Cys Gly Gln Gly Arg Ala Thr Arg Gln Val Met
1250 1255 1260

Cys Val Asn Tyr Ser Asp His Val Ile Asp Arg Ser Glu Cys Asp Gln
1265 1270 1275 1280

Asp Tyr Ile Pro Glu Thr Asp Gln Asp Cys Ser Met Ser Pro Cys Pro
1285 1290 1295

Gln Arg Thr Pro Asp Ser Gly Leu Ala Gln His Pro Phe Gln Asn Glu
1300 1305 1310

Asp Tyr Arg Pro Arg Ser Ala Ser Pro Ser Arg Thr His Val Leu Gly
1315 1320 1325

Gly Asn Gln Trp Arg Thr Gly Pro Trp Gly Ala Cys Ser Ser Thr Cys
1330 1335 1340

Ala Gly Gly Ser Gln Arg Arg Val Val Val Cys Gln Asp Glu Asn Gly
1345 1350 1355 1360



Tyr Thr Ala Asn Asp Cys Val Glu Arg Ile Lys Pro Asp Glu Gln Arg

1365 1370 1375

Ala Cys Glu Ser Gly Pro Cys Pro Gln Trp Ala Tyr Gly Asn Trp Gly
1380 1385 1390

Glu Cys Thr Lys Leu Cys Gly Gly Gly Ile Arg Thr Arg Leu Val Val
1395 1400 1405

Cys Gln Arg Ser Asn Gly Glu Arg Phe Pro Asp Leu Ser Cys Glu Ile
1410 1415 1420

Leu Asp Lys Pro Pro Asp Arg Glu Gln Cys Asn Thr His Ala Cys Pro
1425 1430 1435 1440

His Asp Ala Ala Trp Ser Thr Gly Pro Trp Ser Ser Cys Ser Val Ser
1445 1450 1455

Cys Gly Arg Gly His Lys Gln Arg Asn Val Tyr Cys Met Ala Lys Asp
1460 1465 1470

Gly Ser His Leu Glu Ser Asp Tyr Cys Lys His Leu Ala Lys Pro His
1475 1480 1485

= Gly His Arg Lys Cys Arg Gly Gly Arg Cys Pro Lys Trp Lys Ala Gly
3 1490 1495 1500

Ala Trp Ser Gln Cys Ser Val Ser Cys Gly Arg Gly Val Gln Gln Arg
= 1505 1510 1515 1520

!
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His Val Gly Cys Gln Ile Gly Thr His Lys Ile Ala Arg Glu Thr Glu
1525 1530 1535

il o [

E

Cys Asn Pro Tyr Thr Arg Pro Glu Ser Glu Arg Asp Cys Gln Gly Pro
1540 1545 1550

Arg Cys Pro Leu Tyr Thr Trp Arg Ala Glu Glu Trp Gln Glu Cys Thr
1555 1560 1565

Lys Thr Cys Gly Glu Gly Ser Arg Tyr Arg Lys Val Val Cys Val Asp
1570 1575 1580

Asp Asn Lys Asn Glu Val His Gly Ala Arg Cys Asp Val Ser Lys Arg
1585 1590 1595 1600

Pro Val Asp Arg Glu Ser Cys Ser Leu Gln Pro Cys Glu Tyr Val Trp
1605 1610 1615



Ile Thr Gly Glu Trp Ser Glu Val Pro Ser Trp Glu Leu

1620

<210> 3
<211> 25
<212> DNA
<213> Human

<400> 3
ggtggaatcc atcatgatac tgctg

<210> 4
<211> 25
<212> DNA
<213> Human

<400> 4
gaagctgata gtaggctgtg ttccce

<210> 5
<211> 25
<212> DNA
<213> Human

<400> 5
acagatggat cctggggaag ttgga

<210> o
<211> 25
<212> DNA
<213> Human

<400> 6
ctgacataca acaacacgcc gctgg

<210> 7
<211> 21
<212> DNA
<213> Human

<400> 7
tcagagtgct tggtcacctg t

10

1625

25

25

25

25

21



<210> 8
<211> 20
<212> DNA
<213> Human

<400> 8
cccgcectttge atacaaggaa

<210> 9
<211> 19
<212> DNA
<213> Human

<400> 9
gagagcctca acaggaggc

Fe

<210> 10
<211> 23

i <212> DNA
o= <213> Human

i i BH

L L

= <400> 10
gcactgagtg gaaaacccat tcc
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